Model-based inference of biochemical parameters and dynamic properties of microbial signal transduction networks.
Because of the inherent uncertainty about quantitative aspects of signalling networks it is of substantial interest to use computational methods that allow inferring non-measurable quantities such as rate constants, from measurable quantities such as changes in protein abundances. We argue that true biochemical parameters like rate constants can generally not be inferred using models due to their non-identifiability. Recent advances, however, facilitate the analysis of parameter identifiability of a given model and automated discrimination of candidate models, both being important techniques to still extract quantitative biological information from experimental data.